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Abstract
The critical clinical question in prostate cancer re-
search is: How do we develop means of distinguish-
ing aggressive disease from indolent disease? Using a
combination of proteomic and expression array data,
we identified a set of 36 genes with concordant dys-
regulation of protein products that could be evaluated
in situ by quantitative immunohistochemistry. Another
five prostate cancer biomarkers were included using
linear discriminant analysis, we determined that the op-
timal model used to predict prostate cancer progres-
sion consisted of 12 proteins. Using a separate patient
population, transcriptional levels of the 12 genes en-
coding for these proteins predicted prostate-specific
antigen failure in 79men following surgery for clinically
localized prostate cancer (P = .0015). This study dem-
onstrates that cross-platform models can lead to pre-
dictive models with the possible advantage of being
more robust through this selection process.
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Introduction
Expression array technology has led to the development of
discrete molecular signatures. These signatures often in-
volve many genes that are able to characterize two or more
states, such as a model developed to identify aggressive,
diffuse, large B-cell lymphomas [1]. Various computational
strategies have been used to reduce these large lists of
genes to smaller nonredundant gene lists. A recent example
is a 70-gene prognostic panel predicting women at risk of
dying from breast cancer [2]. Another example is a 17-gene
signature of cancer metastasis [3]. Interestingly, several
solid tumors harboring this 17-gene signature were at a
significantly greater risk of disease progression. Other ex-
pression array studies examining prostate cancer progres-
sion have determined that as few as four to five genes could
identify men with a greater chance of prostate cancer pro-
gression [4,5]. Thus, compelling evidence exists, suggest-
ing that clinically relevant predictivemolecular models of cancer
progression are composed of less than 100 and more likely
significantly fewer genes after the removal of redundant genes
from the initial high-throughput screen.
Strategies to identify critical genes are emerging. Meta-
analysis of expression array studies has determined robust
candidate genes [6]. This approach identifies genes that are
differentially expressed regardless of the platform used for
discovery and represents one approach to sort through the
mounting expression array data being compiled [7]. This gen-
eral informatics approach to gene selection was recently vali-
dated in the classification of diffuse, large B-cell lymphomas by
demonstrating that, using genomewide expression array data,
one can boil down the principle components to six genes that
can predict clinical outcome [8].
In an attempt to further integrate various sources of molecu-
lar data with the goal of determining critical genes, we recently
combined data from a focused proteomics study and expres-
sion array analysis [9]. In this prior study, we interrogated over
1354 antibodies against distinct proteins or post-translational
modifications to interrogate tissue extracts derived from benign
prostate, clinically localized prostate cancer (LPCa), and meta-
static prostate cancer. More weight was given to genes that
were both overexpressed at the transcriptional level and simul-
taneously overexpressed at the protein level. Using integrative
analysis of this compendium of proteomic alterations and
transcriptome data derived from eight prostate cancer profiling
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studies, we observed only a 60% concordance between
protein and transcriptional levels. One important result was
identifying a subset of genes that predicted clinical outcome
based on this concordant overexpression at the mRNA and
protein levels. An intriguing observation from this initial study
was that a subset of 44 genes was sufficient to develop
models of cancer progression that are applicable not only to
prostate cancer but to other tumors as well. These models
could be tested by using expression array data sets that have
associated clinical outcome. One of the future goals of the
current approach should lead to the development of a clinical
tissue-based test that can be assessed in biopsy samples.
The current study therefore builds on this work by refining the
method of measuring the in situ expression of these proteins
using a prostate cancer progression tissuemicroarray (TMA).
Here, we present a molecular signature, composed of 12
genes, that characterizes prostate cancer progression.
Materials and Methods
Case Selection
As previously described, we have developed a prostate
cancer progression TMA to test biomarkers [10]. This TMA is
composed of benign prostate tissue (BEN), localized prostate
cancer, hormone-naı¨ve metastatic prostate cancer (META),
and hormone-refractory metastatic prostate cancer (WAP).
These cases came from well-fixed radical prostatectomy,
lymph node, and metastatic prostate cancer specimens from
the University of Michigan (Ann Arbor, MI), the University Hos-
pital of Ulm (Ulm, Germany), and the rapid autopsy program
[University of Michigan Specialized Program of Research
Excellence (SPORE)] for prostate cancer [11,12]. The meta-
static samples from the rapid autopsy program were all
histologically confirmed prostatic tumors involving solid organs
(e.g., liver and lung) or distant lymph nodes, as recently de-
scribed [11]. All samples were collected with prior Institutional
Review Board approval at each respective institution.
Selection of Biomarkers for Immunohistochemistry
The majority of biomarkers for this study were derived
from a large-scale proteomics study where more than
1354 proteins were screened [9]. Refinement of this list
of proteins included coordinate overexpression or under-
expression by cDNA expression array analysis [6,7,13,14].
The initial selection process identified 50 dysregulated pro-
teins, of which 36 were optimized for in situ tissue evaluation
by immunohistochemistry on archival formalin-fixed, paraffin-
embedded materials [9]. Five additional prostate cancer
biomarkers [Kruppel-like factor 6 (KLF6), Muc1, p63, Ki67,
and zinc alpha-2-glycoprotein (ZAG)] were included in
this multiplex model based on their association with can-
cer progression. Forty-one biomarkers are presented in
Table 1. This list includes prostate-specific antigen (PSA)
[15,16], alpha-methylacyl CoA racemase (AMACR) [17–21],
E-cadherin [22–26], p27 [27–31], fatty acid synthase (FAS)
[32–35], Mib1/Ki67 [36–38], and androgen receptor (AR)
[39]. This list also includes genes that have been more
recently associated with prostate cancer, such as E2F
[40–43], enhancer of Zeste 2 (EZH2) [13,44–46], Jagged
1 [47,48], metastasis-associated gene 1 (MTA1) [45,49], p63
[50–52], ZAG [53,54], MUC1 [53,55], and X-linked inhibitor
of apoptosis (XIAP) [56,57], which have also been recently
associated with prostate cancer progression; tumor pro-
tein D 52 (TPD52), a candidate oncogene identified in 8q21
amplicon, was recently identified to be associated with pros-
tate cancer progression and the development of hormone-
refractory prostate cancer [58–64]. The remaining genes,
such as ABP280 (Filamin A locus, FLNA), JAM1, BM28, and
FAS (a protein that had been known to be overexpressed in
prostate cancer and consistently seen to be overexpressed in
expression array studies), have not been specifically associ-
ated with prostate cancer progression [6,33,35].
Several of the markers selected for analysis, such as
E-cadherin [24,25,65] and XIAP [66], have been associated
with cancer outcome. We also included some other bio-
markers that have previously been reported to be associated
with prostate cancer but were not identified in the screening
study, such as KLF6, as this was reported to have a high level
of loss of heterozygosity and mutation in prostate cancer [67]
and was subsequently found to be one of five genes included
in a molecular signature of aggressive prostate cancer [5].
Quantitative Biomarker Analysis
Protein expression was evaluated by immunohistochem-
istry using a semiautomated quantitative image analysis
system ACIS II (Chromavision Medical Systems, Inc., San
Juan Capistrano, CA). ACIS II consists of a microscope with
a computer-controlled mechanical stage. Proprietary soft-
ware is used to detect the brown stain intensity of the
chromogen used for immunohistochemical analysis and to
compare this value to the intensity of the blue counterstain
used as background. Intensity levels are recorded as inten-
sity units ranging from 0 to 255. The reproducibility of the
ACIS II system was tested and confirmed by the scoring of
the same TMA on separate occasions (r 2 = 0.997; data not
shown). Given the heterogeneity of prostate tissue samples,
study pathologists used a computer-based selection tool
to highlight areas within each 0.6-mm core for analysis. To
account for this heterogeneity, we evaluated four tissue cores
for each case. In cases where less than three cores were
available, we substituted the datawith themedian value of the
biomarker for histologic subtype. Missing values can arise
both from corrupted core sections (i.e., technically inade-
quate) and from a change of diagnosis. Missing values were
present in the data set: 98 times in benign prostate (13.3%),
130 times in localized prostate cancer (17.6%), and 6 times in
metastatic prostate cancer samples (0.8%). The change of
histologic diagnosis was not a rare event; therefore, it sup-
ports the need to review all TMA cores. As a pooling strategy,
we adapted the mean TMA core value for each patient.
The diagnosis of the selected area was recorded in the
database as either benign prostate, localized prostate can-
cer, or metastatic prostate cancer. Cores with only stroma or
nondiagnostic areas were excluded from further analysis.
Hematoxylin and eosin–stained images from this tissue
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array are available for review at a supplemental web site
(http://rubinlab.tch.harvard.edu/supplemental_data/HTMA3_
HE/index.jsp).
Statistical Analysis
Clustering Separate hierarchical agglomerative clustering
both on samples and genes was carried out using Pearson cor-
relation (as similarity measure) and average linkage method
[68]. Clustering was performed using dChip software [69].
Linear discriminant analysis (LDA) LDAwas applied on the
data set of 41 genes to select genes [70,71] that can be
discriminated among diagnostics groups. Discriminant anal-
ysis uses both multivariate analysis of variance and discrim-
inant procedure to identify a linear combination of predictor
variables that best characterizes differences among the
groups. LDA computes so-called canonical variables (or ca-
nonical discriminant functions). The first canonical variable is
a linear combination of variables that maximizes the differ-
ences between the means of groups (one dimension). The
second canonical variable represents the maximum disper-
sion of the means in a direction that is orthogonal to the first
canonical variable. The other canonical variables are gener-
ated in a similar manner.
By applying a stepwise approach (adding and removing
variables on variance evaluation), the most powerful subset
of predicting variables can be defined. Stepwise selection
begins by identifying the variable for which the means are
most different and continues by stepwise addition of the next
best variable. Wilks’ lambda was used to control the entry or
removal of predictor variables from discriminant functions. In
discriminant analysis, prior probabilities were computed from
group sizes. LDA was performed using R [72] and SPSS
(SPSS, Inc., Chicago, IL).
Validation using expression array analysis Expression
data from a well-annotated, publicly available data set of
79 localized prostate tumors were obtained from Glinsky
et al. [5]. Features representing the 12 genes identified in
protein expression analysis were determined for U95Av2
Table 1. Data Description: Mean Values and 95% CIs for 41 Markers and 5 Groups.
BEN LPCa META WAP SM_CL
Mean 95% CI Mean 95% CI Mean 95% CI Mean 95% CI Mean 95% CI
ABP280 0.65 0.69 0.42 1.02 1.61 0.71 0.63 1.46 0.57 0.02
AMACR 0.87 0.22 0.76 1.05 0.20 2.05 0.64 2.82 0.36 0.32
AR 0.33 1.77 0.37 1.57 0.40 1.97 0.44 2.14 1.73 1.09
BM28 0.63 0.44 0.11 1.41 0.07 2.98 0.54 1.90 2.27 1.64
BUB3 0.01 0.73 0.42 1.10 0.13 2.83 0.82 3.35 0.27 1.73
CaMKK 0.03 1.45 0.18 0.86 0.18 2.99 0.05 3.08 0.55 0.95
CASPASE3 1.00 0.89 0.30 1.15 0.17 1.94 1.35 0.84 1.03 0.68
CDK7 0.18 1.09 0.33 1.47 0.58 2.39 0.19 3.00 1.84 1.30
DYNAMIN 0.10 1.32 0.73 1.05 0.74 1.80 0.83 2.25 0.25 2.74
E2F-1 0.15 1.16 0.07 1.22 0.46 2.70 0.56 2.02 0.12 5.72
E-cadherin 0.03 1.33 0.31 1.48 0.66 2.00 0.64 2.13 2.42 1.93
EXPORTIN 0.02 1.25 0.24 1.44 0.18 2.41 0.21 3.96 0.40 0.95
EZH2 0.46 0.83 0.08 1.31 0.00 2.24 0.45 1.76 2.77 3.89
FAS 0.28 2.00 0.08 1.58 0.22 2.54 0.47 2.40 0.49 1.15
GAS7 0.20 1.54 0.09 1.49 0.05 2.27 0.24 2.83 0.12 3.13
GS28 0.18 0.84 0.28 0.91 0.34 0.53 1.00 4.36 0.53 2.19
ICBP90 0.42 0.98 0.58 1.86 0.47 2.30 0.46 1.23 1.95 2.58
ITGA5 0.15 1.14 0.18 1.25 1.34 1.31 0.31 1.42 0.40 0.43
Jagged 1 0.77 0.71 0.30 0.47 1.11 0.98 1.23 2.20 1.15 0.74
JAM1 0.03 1.16 0.06 0.85 1.24 2.43 0.75 1.37 1.56 3.48
KANADAPTIN 0.61 1.22 0.23 1.12 0.24 1.69 1.66 1.34 1.54 1.25
KLF6 0.09 1.41 0.05 1.24 0.62 2.66 1.11 2.60 0.02 2.50
KRIP1 0.35 1.43 0.33 1.58 0.02 1.66 0.15 1.90 1.57 6.30
LAP2 0.10 0.90 0.02 1.14 0.71 2.75 0.92 2.39 1.18 4.18
MCAM 0.40 0.86 0.05 1.50 0.93 2.72 0.16 2.38 1.32 1.42
MIB1 (MKi67) 0.49 0.11 0.17 0.52 0.36 0.44 1.21 3.31 3.05 0.79
MTA1 0.25 1.04 0.67 0.93 0.99 2.33 0.38 2.91 0.32 2.51
MUC1 0.33 0.26 0.30 1.28 0.24 0.87 1.16 3.21 2.75 0.71
Myosin VI 0.48 1.04 0.24 1.73 0.58 2.10 0.49 2.66 1.40 0.68
P27 0.62 1.42 0.20 1.78 0.26 2.05 1.30 1.06 0.04 0.11
P63 1.30 0.48 0.76 0.26 0.77 0.24 0.27 1.84 0.34 0.48
PAXILLIN 0.01 1.49 0.32 2.30 0.92 0.95 0.31 2.50 0.18 1.08
PLCLN 0.51 0.73 0.63 1.21 0.05 3.16 0.29 2.27 0.04 3.39
PSA (KLK3) 0.65 0.18 0.36 0.54 0.27 1.84 1.48 1.99 2.57 0.07
RAB27 0.79 0.50 0.30 1.44 0.95 1.78 1.16 0.64 1.62 0.27
RBBP 0.33 1.37 0.16 1.44 0.01 2.21 0.75 3.52 0.60 0.52
RIN1 1.00 0.54 0.35 1.36 1.16 0.51 1.13 0.46 1.11 0.25
SAPK alpha 0.05 1.18 0.05 0.99 0.09 2.78 0.22 3.14 1.36 2.75
TPD52 0.11 0.71 0.04 1.35 1.22 2.42 1.05 2.44 0.05 1.32
XIAP 0.43 1.28 0.74 1.02 0.90 1.58 0.58 2.35 1.63 0.04
ZAG 0.42 1.14 0.34 2.17 0.93 1.58 0.42 1.76 1.33 0.19
Key: BEN= benign prostate tissue; LPCA=clinically localized prostate cancer; META= hormone naı¨ve metastatic prostate cancer; WAP=hormone refractory
metastatic prostate cancer; SM_CL= small cell prostate cancer.
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microarrays and mapped to U133A microarrays using the
‘‘Best Match’’ table provided by Affymetrix (Santa Clara, CA).
Clustering was performed using the dChip software, as de-
scribed above [69]. Two major clusters determined using the
first branch point of the data set (C0 and C1) were identified,
and a chi-square test was performed to determine if the
distribution between C0 and C1 was nonrandom with respect
to clinical outcome (PSA failure versus nonfailure). These two
clusters (C0 vs C1), along with observed class (nonrecurrent
versus recurrent) and time to outcome (censorship or recur-
rence), were imported into GraphPad Prism to generate a
Kaplan-Meier plot and to calculate the log rank statistic.
Results
Selection of Genes for Analysis
Using a high-throughput proteomic screen of prostate
tissue extracts, we identified a panel of 50 proteins from
over 1354 that were differentially expressed [9]. In prior work,
this panel was evaluated by Western blot analysis, and the
candidate proteins that best distinguished between benign
prostate tissue, localized prostate cancer, and metastatic
prostate cancer were selected for further analysis. Further
selection required that these proteins were also concordantly
dysregulated at the transcriptome level, as previously de-
scribed [9]. We were able to optimize antibodies against 36
of these proteins that also worked on formalin-fixed paraffin-
embedded tissue samples. An additional five genes were
included based on prior association with prostate cancer
progression. Immunohistochemistry was then performed on
a prostate cancer progression TMA that has been previously
described and consists of BEN, LPCa, META, and WAP [10].
Immunohistochemical staining intensity was scored using an
automated image analysis system. The protein expression of
these genes, with mean staining intensity scores and 95%
confidence intervals (CIs), is presented in Table 1.
Hierarchical Clustering Results
We performed high-level analysis to check the data
quality present in the set of 41 selected proteins. In particular,
we investigated, through hierarchical clustering, if sufficient
protein expression data could distinguish different states of
prostate disease. Clustering was separately carried out on
the samples and the 41 proteins. The highest levels of the
sample tree (Figure 1A) demonstrated a good separation
Figure 1. Protein expression of 41 genes selected for differential expression in prostate cancer progression. (A) A ‘‘heat map’’ showing the relative protein
expression of 41 genes selected as highly likely to demonstrate differential expression in prostate tissue samples along the spectrum of cancer progression. Protein
expression was determined using antibodies directed against gene products and measured by immunohistochemistry and using a semiautomated image analysis
system (ACIS II; Chromavision Medical Systems, Inc.), which measures staining intensity along a continuous scale from 0 to 255. Low and high expressions are
depicted using light green and bright red, respectively. Hierarchical clustering of the samples demonstrates a good—but not perfect—ability of this 41-gene panel
to distinguish between classes. (B) Although some subtypes of metastatic prostate cancer (small cell cancer) (upper figure; original magnification, 200) had
discrete profiles, the clustering did not accurately distinguish between all of the hormone-naı¨ve and hormone-refractory prostate tumor samples. Interestingly, a
high-grade LPCa (Gleason pattern 4 prostate cancer) (lower figure; original magnification, 200) was found to cluster more closely to the metastatic samples using
this 41-gene profile.
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between aggressive prostate cancer states and LPCa. The
clustering also reliably distinguished BEN from LPCa. Al-
though metastatic tumors clustered together, no clear sub-
clusters were found for META and WAP, as demonstrated in
Figure 1A. Two cases of metastatic small cell prostate cancer
(SM_CL) clustered together (Figure 1B, top image). A sam-
ple of localized prostate cancer (LPCa_442-GL_7) was natu-
rally grouped with metastatic tumors. Although the overall
Gleason score for this case was 7, the sample analyzed for
this study (depicted in Figure 1B) demonstrated pure Glea-
son pattern 4 prostate cancer consistent with a high-grade
tumor. When clustering genes based on samples, it is no-
table that a group of seven genes (p63, ZAG, ABP280,
RAB27, RIN1, CASPASE3, and PSA) was overexpressed
in benign tissues and underexpressed in aggressive cancer.
Extreme overexpression and underexpression of these pro-
teins are present for aggressive cancer types (Figure 1, right
side), supporting the hypothesis that the investigated set of
markers might distinguish aggressive prostate cancer from
indolent prostate cancer. A heat map also suggests that
somegenes provide redundant or partially redundant informa-
tion, as confirmed by descriptive statistics presented in Table 1.
LDA
To verify the discriminative power of genes in terms of
cancer progression and to identify gene profiles specific for
localized prostate cancer and advanced prostate cancer, we
developed a predictive model based on protein expression.
LDA was applied to identify a linear combination of predictor
variables that best characterizes differences among the
groups. A clear separation of the groups was found, as de-
picted in Figure 2. The first and the second canonical vari-
ables cumulatively account for 91.7% of the variance (68.1%
and 23.6%, respectively). This result suggests that different
groups (benign, localized cancer, hormone-naı¨ve metasta-
ses, hormone-refractory metastases, and small cell cancer)
are linearly separable in gene space.
Stepwise LDA identified a set of 12 genes from the original
set of 41 studied genes that best predicted tumor progression
(Table 2) using 52 cases. Figure 2B represents the cases
along the first and the second canonical components, which
account for a cumulative variance of 87.9%. The discrimina-
tive power of the 12-gene model was not decreased with
respect to the 41-gene model, confirming also the redun-
dancy of information provided by some genes; alternative
subsets of genes from the 41-gene set could be selected.
Even though the model accuracy evaluated by crossvali-
dation (both using training and test sets 2/3 to 1/3 and
leave-one-out) was very good, reliable performances need
to be assessed on a different larger data set.
Expression Array Validation
The genes identified from the original proteomics screen
were selected because they demonstrated either over-
expression or underexpression at both the protein and tran-
scriptional levels [9]. In the current study, we have refined
this discriminatory panel to 12 genes. To determine if RNA
Figure 2. Stepwise LDA identified a group of 12 genes that best predicts prostate cancer progression (Table 2). (A) The heat map for these 12 genes. (B) Cases
along the first and the second canonical components of the LDA, which account for a cumulative variance of 87.9%. The discriminative power of the 12-gene model
was not decreased with respect to the 41-gene model, confirming also the redundancy of information provided by some genes.
Table 2. Stepwise LDA Data: Fisher Linear Discriminant Function Coef-
ficients (Classification Model).
Groups
BEN LPCa META WAP SM_CL
ABP280 (FLNA) 12.05 1.74 16.81 10.88 8.60
AMACR 3.18 3.80 10.10 1.78 14.03
CDK7 3.39 1.51 2.94 3.56 19.28
ITGA5 7.43 3.77 2.73 9.44 0.27
Jagged 1 10.04 1.60 11.47 11.76 13.77
KANADAPTIN 2.57 0.49 0.00 6.20 3.41
MIB1 (MKi67) 6.06 4.08 5.75 8.76 32.84
MTA1 2.18 2.32 8.73 0.02 3.26
MUC1 12.92 3.43 4.59 12.31 19.73
p63 41.51 10.06 24.94 31.61 49.72
PSA (KLK3) 11.82 2.26 7.45 14.78 38.07
TPD52 2.07 4.91 6.93 3.88 12.23
Constant 42.68 9.22 42.86 47.72 170.25
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expression of these 12 genes could discriminate between
local prostate cancers that progress following radical pros-
tatectomy from those that do not, a previously published data
set of 79 tumors was analyzed [5]. In an approach described
by Ramaswamy et al. [3], we used the dChip software to
develop a hierarchical cluster of all samples using features
representing the 12 genes included in our model or 15 fea-
tures on U133A (Figure 3A). When the 79 cases were clus-
tered using the dChip software, recurrent and nonrecurrent
samples were nonrandomly distributed between the two
major clusters (P < .01) (Figure 3A). When these major
clusters (C0 and C1) were used as a categorical variable
to divide the set for Kaplan-Meier analysis (Figure 3B), a sig-
nificant separation was observed between samples within
the two clusters with respect to PSA failure following sur-
gery (P = .0021). Thus, RNA expression of this group of
genes also appears to distinguish between localized tumors
that are likely to be aggressive from those that are cured
by surgery.
Discussion
Prostate cancer progression is a complex process involv-
ing many genes and pathways [73,74]. Although some
Figure 3. Expression array clustering of 79 clinical cases and Kaplan-Meier analysis. To validate if the expression of these 12 genes distinguishes men with more
aggressive prostate cancer, we employed an independent data set from a previously published study of 79 tumors analyzed at the Memorial Sloan Kettering
Cancer Center (New York, NY). (A) The first hierarchical clustering of the 79 samples, using the features representing the 12 genes included in our model (15
features on U133A), was performed. When the 79 cases were clustered using the dChip software, recurrent and nonrecurrent samples were nonrandomly
distributed between the two major clusters (P < .01). (B) When these major clusters (C0 and C1) were used as categorical variables to divide the set for Kaplan-
Meier analysis, a significant separation was observed between samples within the two clusters with respect to PSA failure following surgery (P = .0021). Thus, RNA
expression of this group of genes also appears to distinguish between localized tumors that are likely to be aggressive from those that are cured by surgery.
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alterations may be critical during early development (e.g., 8p
loss), more advanced metastatic prostate cancers demon-
strate numerousmolecular alterations thatmay not be causa-
tive but may instead be seen later during progression as a
consequence of genetic instability (e.g., PTEN mutations). It
is also evident from multiple expression array studies that
the genes identified to distinguish different disease states
(such as cancer versus benign) may differ. This may be due
to different molecular platforms, samples used for investiga-
tion, treatment effects, or analytic approaches used. One
approach used to develop a robust model has been the de-
termination of which genes are consistently differentially
regulated from experiment to experiment using a meta-
analysis of expression array data [6,7]. Using this approach,
we have focused on genes that were consistently dysre-
gulated both at the protein and expression array levels [9]
(Figure 4). This has now led to a focused model, including
12 genes from a starting point of over 1354 genes used in
the initial proteomics screening [9]. It is intriguing that this
12-gene model of prostate cancer progression, which was
initially developed using a TMA, was able to distinguish
men with LPCa who were at highest risk of developing PSA
failure following surgery. This testing and validation study
crossed platforms but was still able to predict outcomes on
an entirely independent clinical cohort.
Larger numbers of genes also might predict outcome.
However, as seen in the analysis of microarray studies, there
are many redundant genes. The reason for associated gene
expression patterns may be explained by the activation of
similar molecular pathways or general processes such as
proliferation or apoptosis. This observation supports the view
that one should, in fact, be surprised if all studies came up
with the same sets of genes. For example, in the current
study, after removing the 12-gene model from the original
41 genes, we can also identify good models from the re-
maining genes. Therefore, the approach used in this study
should be considered as a paradigm to identify predictive
gene sets, but should not be viewed as the only possible
solution. This study further supports the view that most of the
large molecular profiles have redundancy built into them.
Methods such as integrative proteomic and genomic analysis
demonstrate how critical it is to develop strategies to refine
large gene sets [9]. Other methods such as gene set enrich-
ment analysis [75–77] can also help define pathways of dys-
regulated genes, allowing us to focus on sets of genes or gene
interactions as opposed to lists of nonannotated genes.
Recent work from Glinsky et al. [78], which used a stem
cell– like expression profile selected by comparing two cell
lines, led to the identification of an 11-gene model. Unlike the
current study that used human tumor samples to identify and
refine genes for progression profiling, Glinsky et al. identified
their focused profile by comparing BMI-1–overexpressing
cells to a sister cell line that expresses BMI-1 at lower levels.
Previous work had demonstrated that BMI-1 plays a critical
role in the ability of stem cells to maintain self-renewal
[79,80]. Their novel signature was associated with poor
clinical outcome in 11 different types of cancer, including
prostate, breast, lung, ovarian, and bladder cancers. It is
Figure 4. The stages of biomarker development are presented schematically in this figure. The first critical step is the identification of high-quality samples used to
perform high-throughput analysis, including proteomics and expression array analysis. In this study, a wide range of prostate cancer samples was used from
several sources. Meta-analysis was performed to ensure that the genes identified in one study are genes that also have been determined to be dysregulated in
other studies. The data were then tested using TMAs, with the goal of developing a robust model. In the current study, a panel of 12 genes was determined. This
panel of genes was then validated on an independent data set to discriminate aggressive from indolent forms of prostate cancer. Throughout the entire process,
bioinformatics is required to prioritize and refine the molecular models.
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intriguing that the initial study of Varambally et al. [9] and
Glinsky et al. [78] using expression array profiles determined
a small set associated with poor clinical outcome. Our cur-
rent study focused on developing a tissue-based protein pro-
file, which also identified a small set of genes required to best
define prostate cancer progression.
In summary, we have developed a model of prostate
cancer progression that was developed using a multistage
approach. The first selection process sorted through over
1354 genes by evaluating a combination of cDNA expression
array analysis and a high-throughput proteomic screening,
which led to the identification of 50 differentially expressed
genes. The second stage described in the current study
tested a prostate cancer progression model using a quanti-
tative analysis of protein expression using immunohisto-
chemistry on a TMA. This led to a 12-gene model that was
validated on a separate patient cohort using PSA failure fol-
lowing surgery with LPCa as endpoint. This study demon-
strates that cross-platform models can lead to predictive
models. More importantly, this smaller model can be feasibly
used in a clinical setting. Future work will test this model in a
prospective manner.
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